Angiotensinogen (AGT) is the major substrate in the Renin-Angiotensinogen system (RAS), the primary hormonal signaling cascade ascribed primarily towards body fluid and blood pressure regulation, with peripheral albeit salient pro-inflammatory immune roles [1] . A WGS derived genomic DNA contig sequence with a presumed angiotensinogen gene (3802 bp with a 1383 bp, 6-exon coding region) was acquired from Sebastes schlegelii (Rock Fish) and subjected to extensive computer-assisted sequence analysis. The polypeptide derived via sequence based prediction tools defined a length of 460 amino acids, with a molecular mass of 51. ), and subsequent visualization via Gel-electrophoresis revealed a concomitant band at 1383 bp. Consecutively, upon purification, an attempt was made to ligate the product into a pGEM®-T Easy vector (size 3015 bp). The experimental component will further expound on the Tissue-specific expression analysis with anticipated highest expression in the liver and a challenge (injury/infection) based expression study with a potential upregulation of RFAgt expression during physiological stress expected [1] .
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